ABSTRACT Salmonella enterica serovar Dublin is a strongly adapted serovar that causes enteritis and/or systemic disease in cattle and results in high rates of mortality. Here, we report the draft genome sequences of 112 S. Dublin strains isolated from humans and animals in Brazil. These draft genome sequences will help enhance our understanding of this serovar in Brazil.
S
almonellosis by nontyphoidal serovars is among the most common foodborne infections worldwide, causing around 93.8 million cases of gastroenteritis and 155,000 deaths annually (1) . Salmonella enterica serovar Dublin is a strongly adapted serovar that causes enteritis and/or systemic disease in cattle and results in high rates of mortality. However, sporadically, it can be isolated from humans, usually causing serious disease, especially in patients with underlying chronic diseases (2) (3) (4) .
In this report, we announce 112 draft genome sequences from a collection of S. Dublin strains isolated from humans and animals in several states of Brazil.
DNA from each strain was extracted according to Campioni and Falcão (5) . Libraries were prepared using 1 ng of genomic DNA with the Nextera XT DNA library preparation kit (Illumina, San Diego, CA). The genomes were then sequenced using the Illumina NextSeq 500 desktop sequencer using the NextSeq 500/500 highoutput kit version 2 (300 cycles; Illumina) at 2 ϫ 151 cycles, according to the manufacturer's recommendations. De novo assemblies were generated from all the Illumina sequence data using CLC Genomics Workbench version 9.5.2 (Qiagen Bioinformatics, Denmark). The contigs for each isolate (draft genomes) were annotated using NCBI's Prokaryotic Genome Annotation Pipeline (PGAP) (6) . The genomes ranged between 4.7 and 5.0 Mb in size, as described for other Salmonella genomes (4.6 Mb to almost 5.1 Mb) (7) . The number of contigs per assembly for each isolate ranged from 46 to 179.
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